ABSTRACT H3 subtype avian influenza virus (AIV) poses a great threat to public health, and so investigating its epidemiology is of great importance. A novel reassortant H3N2 AIV strain was isolated from a live poultry market in eastern China. The strain's genes originated from H1N1, H3, and H7 AIVs. Thus, the genome information of the H3N2 isolate will help to investigate further the epidemiology of H3 subtype AIVs in China.
2016(H3N2). The PB2 gene showed the highest homology (98%) with isolate A/duck/ Jiangxi/21224/2013(H7N3). The PB1 gene showed the highest homology (99%) with isolate A/chicken/Huzhou/3916/2013(H7N3). The PA gene showed the highest homology (99%) with isolate A/duck/Mongolia/520/2015(H1N1). The NP gene showed the highest homology (99%) with isolate A/duck/Jiangxi/21710/2013(H7N3). The M gene showed the highest homology (99%) with isolate A/muscovy duck/Vietnam/LBM348/ 2013(H3N8). The NS gene was most closely related to isolate A/environment/Korea/ W478/2014(H7N7) with 99% homology. Overall, the isolate was a novel reassortant H3N2 AIV originating from H1N1, H3, and H7.
H3 subtype AIVs can pose a great threat to public health, and thus the genome information reported here can help further epidemiological investigations of H3 subtype AIVs in China. Accession number(s). This genome sequence has been deposited in GenBank under the accession numbers MG021165 to MG021172.
